[Methods for acquisition of quantitative from confocal images of gene expression in situ].
In this review we summarize original methods for the extraction quantitative information from the confocal images of gene expression patterns. These methods include image segmentation, extraction of quantitative numerical data on gene expression, removal of background signal and spatial registration. Finally it is possible to construct a spatiotemporal atlas of gene expression form individual images obtained at each developmental stage. Initially all methods were developed to extract quantitative numerical information form confocal images of segmentation gene expression in Drosophila melanogaster. Application of these methods to Drosophila images makes it possible to reveal new mechanisms of formation of segmentation gene expression domains, as well as to construct the quantitative atlas of segmentation gene expression. Most image processing procedures can be easily adapted to process a wide range of biological images.